Key indicators: single-crystal X-ray study; T = 200 K; mean (C-C) = 0.002 Å; disorder in main residue; R factor = 0.030; wR factor = 0.061; data-to-parameter ratio = 11.0.
Refinement R[F 2 > 2(F 2 )] = 0.030 wR(F 2 ) = 0.061 S = 0.94 1578 reflections 143 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.10 e Å À3 Á min = À0.12 e Å À3 Data collection: CrysAlis CCD (Oxford Diffraction, 2007); cell refinement: CrysAlis RED (Oxford Diffraction, 2007) ; data reduction: CrysAlis RED; program(s) used to solve structure: SIR97 (Altomare et al., 1999) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 1997) ; molecular graphics: DIAMOND (Brandenburg, 1996) ; software used to prepare material for publication: SHELXL97. 
Experimental
The title compound was prepared according the literature [Chapyshev & Tomioka (2003) ], slightly modified, e.g. the column chromatography was performed with hexane/chloroform (1:4) 
Special details
Refinement. Aromatic H atoms were placed in idealized positions and allowed to ride on their respective parent atoms, with C-H = 0.95 (C arom H) and with U iso (H) = kU eq (carrier atom), where k = 1.2 for CH. The H atoms attached to methyl C7 are disordered over two sites. These were freely refined; the occupancy of the major disorder component is 0.69 (5). The highest peak and deepest hole in the final difference map were located 0.93 Å from atom H7B and 0.32 Å from atom H7A, respectively. (17) C2-C1-C6 116.67 (13) H7A-C7-H7C 111 (2) C2-C1-C7 121.72 (16) H7B-C7-H7C 113 (2) 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )

